The 30S ribosomal subunit from Thermus thermophilus was purified and crystallized using the method described previously 1 . Crystals of diffraction quality were transferred to a cryoprotectant [100 mM Mes-KOH (pH 6.5), 200 mM KCl, 75 mM NH4Cl, 15 mM MgCl2, and 26% (vol/vol) 2-Methyl-2,4-pentanediol (MPD)] containing a mixture of 1 mM de-6-MSApactamycin and 100 µM paromomycin to improve resolution. Diffraction data were collected from a single crystal that diffracted beyond 3.1 Å on the IO4 beamline at the Diamond Light Source, Harwell, England.
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Materials and Methods
The 30S ribosomal subunit from Thermus thermophilus was purified and crystallized using the method described previously 1 . Crystals of diffraction quality were transferred to a cryoprotectant [100 mM Mes-KOH (pH 6.5), 200 mM KCl, 75 mM NH4Cl, 15 mM MgCl2, and 26% (vol/vol) 2-Methyl-2,4-pentanediol (MPD)] containing a mixture of 1 mM de-6-MSApactamycin and 100 µM paromomycin to improve resolution. Diffraction data were collected from a single crystal that diffracted beyond 3.1 Å on the IO4 beamline at the Diamond Light Source, Harwell, England.
Diffraction images were integrated and scaled using the XDS package 2 prior to a round of restrained refinement in REFMAC5 3 with the empty 30S structure as a starting model. Each 
